RPKM levels of expressed genes
. Reads count and mapping statistics after RNA-seq. Summary of the read counts after sequencing and mapping of three FACS-purified primary rat beta cell preparations cultured under control condition (CTL 1,2,3) or after Nova1 KD (Nova1 KD 1,2,3 ). An average of 177 million total reads per sample was obtained and 82% of them were properly mapped using Tophat. The mappings were subsequently analyzed with Cufflinks for the discovery of unknown expressed isoforms. The numbers in the column "mapped total" is greater than that in "mapped reads" column since some reads were mapped to more than one alternative location. Figure S4 . Confirmation of Nova1 KD. INS-1E cells, primary rat beta cells and human islet cells were transfected with siCTL and siNova1 and then exposed or not to cytokines. After 24 h or 48h cells were used for qRT-PCR analyses and apoptosis was measured in parallel (data shown in Figure 4 ). Confirmation of Nova1 KD in INS-1E cells (A), rat primary beta cells (B) and human islet cells (C). Results are mean ± SEM (n=4) * P<0.05 or ** P<0.01 vs. siCTL untreated or after cytokine treatment by paired t-test. Figure S5 . Nova1 regulates the expression of the FoxO family of transcription factors and the Akt kinase. INS-1E cells were transfected with siCTL or siNova1 and collected after 48h for mRNA analysis. A. Expression of the transcription factor FoxO1 after Nova1 KD measured by qRT-PCR. Results are mean ± SEM (n=4). *** P<0.001 vs. siCTL. B. and C. Densitometry analysis of the Western blots shown in Figure 7 for B. FoxO3A and C. PhosphoFoxO3A using respectively -tubulin or total FoxO3A to correct for protein loading. Results are mean ± SEM (n=5). * P<0.05 or ** P<0.01 vs. siCTL by paired t-test. D. Densitometry analysis of the Western blot shown in Figure 7E for Akt. Results are mean ± SEM (n=4). * P<0.05 vs. siCTL by paired ttest
